Figure S1, Related to Figures 2 and 3: Sequence alignment of dynein stalk region including MTBD
Selected inner arm dyneins (IAD), outer arm dyneins (OAD, grey background) and cytoplasmic dyneins 1 (cyto1, yellow background) and 2 (cyto2, blue background) are included. Pink background highlights the insert seen in some flagellar dyneins that corresponds to the flap in dynein-c (Cr_DHC9). Red background highlights a conserved proline residue found in some inner arm dyneins. Residue numbers shown correspond to those of Cr_DHC9/dynein-c.
Locations of α-helices (CC1, CC2, and H1 -H6) and β-sheets (S1 and S2) in the structure of dynein-c MTBD, as well as those of CC1 and CC2 in the crystal structure of cytoplasmic dynein1 (Kon et al., 2012) , are shown. Black pentagrams indicate the locations of the positively charged residues that are directly involved in the salt bridges to a microtubule in the strong binding mode of cytoplasmic dynein. Red pentagrams indicate the locations of substitutions to acidic residues on the surface of dynein-c MTBD compared with that of cytoplasmic MTBD. Homo sapiens (Hs), Chlamydomonas reinhardtii (Cr), Dictyostelium discoideum (Dd), and Saccharomyces cerevisiae (Sc) species are indicated. Cr_DHC5 (dynein-b), Cr_DHC9 (dynein-c), and Hs_DNAH7 are categorized as IAD-3 in Wickstead and Gull's classification (Wickstead and Gull, 2007) . Other classifications are as follows: IAD-4 (Cr_DHC2 (dynein-d) and Hs_DNAH1), IAD-5 (Cr_DHC3 and Hs_DNAH6), IAD-1α (Cr_IAD1A (dynein-fα/DHC1)), IAD-1β (Cr_IAD1B (dyneinfβ/DHC10)), OADα (Hs_DNAH5), and OADβ (Hs_DNAH9 and Cr_DYHB). A particular pair of inner arm dyneins, Cr_ IAD1A and Cr_IAD1B (also known as α and β subunits of dynein-f, respectively), together form a heteromeric dimer. In this categorization, outer arm dyneins are categorized into two classes (not three). Residues with red letters are completely identical among all the dyneins listed here. Green and blue colors represent less conserved residues with strong and weak similarity, respectively. Arrows indicate lengths of the sequences of the MTBD constructs used in the present and previous studies. The magenta, blue, orange, and green arrows indicate those of mouse cytoplasmic dynein (Shimizu et al., 2008) , dynein-c/DHC9 (the present studies), yeast cytoplasmic dynein (Mizuno et al., 2004) , and mouse cytoplasmic dynein (Carter et al., 2008) , respectively. 
Sequences of dynein-c in SRS-MTBD chimeras (C -E)
(C) Entire sequence of the stalk region including the MTBD of dynein-c from T2722 to G3007. Shaded amino acid residues correspond to hydrophobic residues predicted to lie within the seam in the antiparallel coiled coil of the stalk. (Carter et al., 2008; Gibbons et al., 2005) and denotes the number of residues between the SRS splice site and the proline marking the stalk-MTBD boundary for CC1 and CC2, respectively. code EMD-5193) using UCSF Chimera (Pettersen et al., 2004; Sui and Downing, 2010) . Two protofilaments are enclosed with dashed rectangles for clarity. Green and blue molecules are β-and α-tubulins in one of these protofilaments, whereas purple and violet red molecules are those in the adjacent protofilament, respectively. A Ribbon diagram and surface representation with calculated electrostatic charges of the homology models of the MTBDs of dynein-d/DHC2 (left) and dynein-fα/DHC1 (right). Blue and red in surface representation correspond to positive and negative charges, respectively. This figure is depicted with Swiss PDB Viewer (Guex and Peitsch, 1997) .
Binding of dynein-c MTBD and SRS-MTBDs to microtubules (F -I)
The homology models of the MTBDs of dynein-d and dynein-fα were made using Swiss-MODEL (Guex and Peitsch, 1997) .
